Sharing of SNP pairs with significant LD among populations
An important issue with respect to LD is whether there are pairs of markers that show consistently high LD in multiple population samples, which would suggest maintenance of LD by epistatic natural selection. Nine of 10 populations have significant levels of LD, and in five of those, average LD yielded finitely bounded estimates of N e . We use these five populations to illustrate the low overlap of high-LD combinations among populations. Table S2 gives, on the diagonal, the numbers of SNP-pairs in each population with significant LD (P ≤ 0.05). The body of the table has the number of high-LD SNP pairs that are shared between pairs of populations. These small numbers are consistent with random draws of 100 SNP pairs from a binomial distribution with a high-LD-SNP-pair frequency of 0.075 (100/1326). Our conclusion: the small amount of overlap of high-LD SNP-pairs between populations is attributable to chance. Classifying high-LD pairs by the number of populations in which they are found, Table S3 shows that the vast majority of high-LD SNPs are found in only a single population and no high-LD pair is shared by all five populations or even by four of them. This argues strongly against the hypothesis that pairs of markers show consistently high LD, owing to global epistatic selection. 
SIMULATIONS OF F S DISTRIBUTIONS UNDER RANDOM GENETIC DRIFT WITH MIGRATION Simulation parameters
We used SimuPOP (Peng & Kimmel 2005) to explore how a chi-square probability plot of / might depart from linearity under the influence of migration from a larger metapopulation. The simulation followed 50 biallelic SNPs, each at initial frequencies of 0.5 in a local population of N e = 100, for 150 generations after a 50-generation burn-in period. We ran two scenarios for the amount of migration and size of the metapopulation: (1) the local population exchanges one migrant per generation with a metapopulation of N e = 10,000 and (2) the local population exchanges 10 migrants per generation with a metapopulation of N e = 1,000. Each simulation created an allele-frequency data set every 10 generations, from generation 50 to generation 190; summary genetic statistics were calculated for these 15 population samples, using Genetix, and F s and N e were estimated for seven, non-overlapping, 10-generation intervals (i.e. generation 50 to 60, 70 to 80, and so on), using NeEstimator.
Summary genetic statistics for the simulated population
Standard population genetic statistics were calculated for the 15 temporal samples created by each of the simulated scenarios. These statistics were then averaged across generations for each scenario. Similar averages were obtained for the 10 observed populations (data in Table 2 of main article). The average statistics show that, even though the simulated populations had strictly biallelic SNPs, whereas the actual populations were typed for HRM markers, which can have more than two alleles (Sun et al. 2015) , the simulated populations had approximately the same level of genetic diversity as the actual populations sampled. (Nei & Tajima 1981) . These values are plotted against chi-square values corresponding to the cumulative rank of the locus-specific F s values. The resulting probability plots (Fig. S1 ) strongly resemble the probability plot for the observed data in all cases ( Fig. 4A in main article) , suggesting that the shape of the distribution is not strongly influenced by the population parameters of the simulation.
FIG 1
Fig. S1 Chi-square probability plots of transformed locus-specific F s values from simulations. Temporal variances over non-overlapping, 10-generation intervals (generations 50 to 60, 110 to 120, and 170 to 180 
